. Allele-based phylogenetic network of 41 published serogroup A whole genomes from the ST-1, 4 and 5 complexes. The date of isolation is shown for each strain, and the colour of the tips refers to the continents in which they were isolated. The network was constructed using the NeighbourNet algorithm, based on the alleles of 1993 coding sequences.
Figure S4. Predicted interactions between proteins of the ubiquinone complex (connected by black lines), encoded within introgressed area G among isolates from the second pandemic wave (shaded area). The numbers indicate the predicted confidence of functional interaction between two
protein partners (ranging from 0-1) according to the STRING database. The images were modified from the STRING database (string-db.org).
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